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<210> 1 

<211> 1816 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (77) . . (1561) 

<223> p70 (beta) S6 Kinase gene 

<400> 1 

gagagagaga gagagagaga gagagagaga gagagagaga gagagagaga gagagagaga 60 

gagagactcg tgccga atg gca cga ggc cga egg gec cgc ggg gec ggc gec 112 

Met Ala Arg Gly Arg Arg Ala Arg Gly Ala Gly Ala 
15 10 

gec atg gcg gec gtg ttt gat ttg gat ttg gag acg gag gaa ggc age 160 
Ala Met Ala Ala Val Phe Asp Leu Asp Leu Glu Thr Glu Glu Gly Ser 
^ 15 20 25 

gag ggc gag ggc gag cca gag etc age ccc gcg gac gca tgt ccc ctt 2 08 
Glu Gly Glu Gly Glu Pro Glu Leu Ser Pro Ala Asp Ala Cys Pro Leu 
30 35 40 

gee gag ttg agg gca get ggc eta gag cct gtg gga cac tat gaa gag 256 
Ala Glu Leu Arg Ala Ala Gly Leu Glu Pro Val Gly His Tyr Glu Glu 
45 50 55 60 

gtg gag ctg act gag ace age gtg aac gtt ggc cca gag cgc ate ggg 3 04 
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Val Glu Leu Thr Glu Thr Ser Val Asn Val Gly Pro Glu Arg lie Gly 
65 70 75 

ccc cac tgc ttt gag ctg ctg cgt gtg ctg ggc aag ggg ggc tat ggc 3 52 
Pro His Cys Phe Glu Leu Leu Arg Val Leu Gly Lys Gly Gly Tyr Gly 
80 85 90 

aag gtg ttc cag gtg cga aag gtg caa ggc acc aac ttg ggc aaa ata 400 
Lys Val Phe Gin Val Arg Lys Val Gin Gly Thr Asn Leu Gly Lys lie 
95 100 105 

tat gcc atg aaa gtc eta agg aag gec aaa att gtg cgc aat gec aag 448 
Tyr Ala Met Lys Val Leu Arg Lys Ala Lys lie Val Arg Asn Ala Lys 
110 115 120 

gac aca gca cac aca egg get gag egg aac att eta gag tea gtg aag 4 96 
Asp Thr Ala His Thr Arg Ala Glu Arg Asn lie Leu Glu Ser Val Lys 
125 130 135 140 

cac ccc ttt att gtg gaa ctg gcc tat gcc ttc cag act ggt ggc aaa 544 
His Pro Phe lie Val Glu Leu Ala Tyr Ala Phe Gin Thr Gly Gly Lys 
145 150 155 

etc tac etc ate ctt gag tgc etc agt ggt ggc gag etc ttc acg cat 5 92 
Leu Tyr Leu lie Leu Glu Cys Leu Ser Gly Gly Glu Leu Phe Thr His 
160 165 170 

ctg gag cga gag ggc ate ttc ctg gaa gat acg gcc tgc ttc tac ctg 64 0 
Leu Glu Arg Glu Gly lie Phe Leu Glu Asp Thr Ala Cys Phe Tyr Leu 
175 180 185 

get gag ate acg ctg gcc ctg ggc cat etc cac tec cag ggc ate ate 688 
Ala Glu lie Thr Leu Ala Leu Gly His Leu His Ser Gin Gly lie lie 
190 195 200 

tac egg gac etc aag ccc gag aac ate atg etc age age cag ggc cac 736 
Tyr Arg Asp Leu Lys Pro Glu Asn lie Met Leu Ser Ser Gin Gly His 
205 210 215 220 

ate aaa ctg acc gac ttt gga etc tgc aag gag tct ate cat gag ggc 784 
lie Lys Leu Thr Asp Phe Gly Leu Cys Lys Glu Ser lie His Glu Gly 
225 230 235 

gcc gtc act cac acc ttc tgc ggc acc att gag tac atg gcc cct gag 832 
Ala Val Thr His Thr Phe Cys Gly Thr He Glu Tyr Met Ala Pro Glu 
240 245 250 

att ctg gtg cgc agt ggc cac aac egg get gtg gac tgg tgg age ctg 8 80 
He Leu Val Arg Ser Gly His Asn Arg Ala Val Asp Trp Trp Ser Leu 
255 260 265 

ggg gcc ctg atg tac gac atg etc act gga teg ccg ccc ttt acc gca 928 
Gly Ala Leu Met Tyr Asp Met Leu Thr Gly Ser Pro Pro Phe Thr Ala 
270 275 280 

gag aac egg aag aaa acc atg gat aag ate ate agg ggc aag ctg gca 97 6 
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Glu Asn Arg Lys Lys Thr Met Asp Lys lie lie Arg Gly Lys Leu Ala 
285 290 295 300 

ctg ccc ccc tac etc acc cca gat gec egg gac ctt gtc aaa aag ttt 1024 
Leu Pro Pro Tyr Leu Thr Pro Asp Ala Arg Asp Leu Val Lys Lys Phe 
305 310 315 

ctg aaa egg aat ccc age cag egg att ggg ggt ggc cca ggg gat get 1072 
Leu Lys Arg Asn Pro Ser Gin Arg lie Gly Gly Gly Pro Gly Asp Ala 
320 325 330 

get gat gtg cag aga cat ccc ttt ttc egg cac atg aat tgg gac gac 1120 
Ala Asp Val Gin Arg His Pro Phe Phe Arg His Met Asn Trp Asp Asp 
335 340 345 

ctt ctg gee tgg cgt gtg gac ccc cct ttc agg ccc tgt ctg cag tea 1168 
Leu Leu Ala Trp Arg Val Asp Pro Pro Phe Arg Pro Cys Leu Gin Ser 
350 355 360 

gag gag gac gtg age cag ttt gat acc cgc ttc aca egg cag acg ccg 1216 
Glu Glu Asp Val Ser Gin Phe Asp Thr Arg Phe Thr Arg Gin Thr Pro 
365 370 375 380 

gtg gac agt cct gat gac aca gee etc age gag agt gee aac cag gee 12 64 
Val Asp Ser Pro Asp Asp Thr Ala Leu Ser Glu Ser Ala Asn Gin Ala 
385 390 395 

ttc ctg ggc ttc aca tac gtg gcg ccg tct gtc ctg gac age ate aag 1312 
Phe Leu Gly Phe Thr Tyr Val Ala Pro Ser Val Leu Asp Ser lie Lys 
400 405 410 

9 a 9 99 c ttc tec ttc cag ccc aag ctg cgc tea ccc agg cgc etc aac 1360 
Glu Gly Phe Ser Phe Gin Pro Lys Leu Arg Ser Pro Arg Arg Leu Asn 
415 420 425 

a 9t age ccc egg gtc ccc gtc age ccc etc aag ttc tec cct ttt gag 1408 
Ser Ser Pro Arg Val Pro Val Ser Pro Leu Lys Phe Ser Pro Phe Glu 
430 435 440 

999 tfc t egg ccc age ccc age ctg ccg gag ccc acg gag eta cct eta 1456 
Gly Phe Arg Pro Ser Pro Ser Leu Pro Glu Pro Thr Glu Leu Pro Leu 
445 450 455 460 

cct cca etc ctg cca ccg ccg ccg ccc teg acc acc gee cct etc ccc 1504 
Pro Pro Leu Leu Pro Pro Pro Pro Pro Ser Thr Thr Ala Pro Leu Pro 
465 470 475 

ate cgt ccc ccc tea ggg acc aag aag tec aag agg ggc cgt ggg cgt 1552 
lie Arg Pro Pro Ser Gly Thr Lys Lys Ser Lys Arg Gly Arg Gly Arg 
480 485 490 

cca ggg cgc taggaagecg ggtgggggtg agggtagece ttgagccctg 1601 
Pro Gly Arg 
495 

tccctgcggc tgtgagagca gcaggaccct gggccagttc cagagacctg ggggtgtgtc 1661 
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tgggggtggg gtgtgagtgc gtatgaaagt gtgtgtctgc tggggcagct gtgcccctga 1721 
atcatgggca cggagggccg cccgccacac cccgcgctca actgctcccg tggaagatta 1781 
aagggctgaa tcatgaaaaa aaaaaaaaaa aaaaa 1816 



<210> 2 

<211> 495 

<212> PRT 

<213> Homo sapiens 

<220> 

<223> p70 (beta) S6 Kinase protein 
<400> 2 

Met Ala Arg Gly Arg Arg Ala Arg Gly Ala Gly Ala Ala Met Ala Ala 
15 10 15 

Val Phe Asp Leu Asp Leu Glu Thr Glu Glu Gly Ser Glu Gly Glu Gly 
20 25 30 

Glu Pro Glu Leu Ser Pro Ala Asp Ala Cys Pro Leu Ala Glu Leu Arg 
35 40 45 

Ala Ala Gly Leu Glu Pro Val Gly His Tyr Glu Glu Val Glu Leu Thr 
50 55 60 

Glu Thr Ser Val Asn Val Gly Pro Glu Arg lie Gly Pro His Cys Phe 
65 70 75 80 

Glu Leu Leu Arg Val Leu Gly Lys Gly Gly Tyr Gly Lys Val Phe Gin 
85 90 95 

Val Arg Lys Val Gin Gly Thr Asn Leu Gly Lys lie Tyr Ala Met Lys 
100 105 110 

Val Leu Arg Lys Ala Lys lie Val Arg Asn Ala Lys Asp Thr Ala His 
115 120 125 

Thr Arg Ala Glu Arg Asn lie Leu Glu Ser Val Lys His Pro Phe lie 
130 135 140 

Val Glu Leu Ala Tyr Ala Phe Gin Thr Gly Gly Lys Leu Tyr Leu lie 
145 150 155 160 

Leu Glu Cys Leu Ser Gly Gly Glu Leu Phe Thr His Leu Glu Arg Glu 
165 170 175 

Gly lie Phe Leu Glu Asp Thr Ala Cys Phe Tyr Leu Ala Glu lie Thr 
180 185 190 

Leu Ala Leu Gly His Leu His Ser Gin Gly lie lie Tyr Arg Asp Leu 
195 200 205 
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Lys Pro Glu Asn lie Met Leu Ser Ser Gin Gly His lie Lys Leu Thr 
210 215 220 

Asp Phe Gly Leu Cys Lys Glu Ser lie His Glu Gly Ala Val Thr His 
225 230 235 240 

Thr Phe Cys Gly Thr lie Glu Tyr Met Ala Pro Glu lie Leu Val Arg 
245 250 255 

Ser Gly His Asn Arg Ala Val Asp Trp Trp Ser Leu Gly Ala Leu Met 
260 265 270 

Tyr Asp Met Leu Thr Gly Ser Pro Pro Phe Thr Ala Glu Asn Arg Lys 
275 280 285 

Lys Thr Met Asp Lys lie lie Arg Gly Lys Leu Ala Leu Pro Pro Tyr 
290 295 300 

Leu Thr Pro Asp Ala Arg Asp Leu Val Lys Lys Phe Leu Lys Arg Asn 
305 310 315 320 

Pro Ser Gin Arg lie Gly Gly Gly Pro Gly Asp Ala Ala Asp Val Gin 
325 330 335 

Arg His Pro Phe Phe Arg His Met Asn Trp Asp Asp Leu Leu Ala Trp 
340 345 350 

Arg Val Asp Pro Pro Phe Arg Pro Cys Leu Gin Ser Glu Glu Asp Val 
355 360 365 

Ser Gin Phe Asp Thr Arg Phe Thr Arg Gin Thr Pro Val Asp Ser Pro 
370 375 380 

Asp Asp Thr Ala Leu Ser Glu Ser Ala Asn Gin Ala Phe Leu Gly Phe 
385 390 395 400 

Thr Tyr Val Ala Pro Ser Val Leu Asp Ser lie Lys Glu Gly Phe Ser 
405 410 415 

Phe Gin Pro Lys Leu Arg Ser Pro Arg Arg Leu Asn Ser Ser Pro Arg 
420 425 430 

Val Pro Val Ser Pro Leu Lys Phe Ser Pro Phe Glu Gly Phe Arg Pro 
435 440 445 

Ser Pro Ser Leu Pro Glu Pro Thr Glu Leu Pro Leu Pro Pro Leu Leu 
450 . 455 460 

Pro Pro Pro Pro Pro Ser Thr Thr Ala Pro Leu Pro lie Arg Pro Pro 
465 470 475 480 

Ser Gly Thr Lys Lys Ser Lys Arg Gly Arg Gly Arg Pro Gly Arg 
485 490 495 



<210> 3 
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<211> 2346 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (28) . . (1602) 

<223> p70 (alpha) S6 Kinase gene 

<400> 3 

gcacgaggct gcggcgggtc cgggccc atg agg cga cga agg agg egg gac ggc 54 

Met Arg Arg Arg Arg Arg Arg Asp Gly 
1 5 

ttt tac cca gec ccg gac ttc cga gac agg gaa get gag gac atg gca 102 
Phe Tyr Pro Ala Pro Asp Phe Arg Asp Arg Glu Ala Glu Asp Met Ala 
10 15 20 25 

gga gtg ttt gac ata gac ctg gac cag cca gag gac gcg ggc tct gag 150 
Gly Val Phe Asp lie Asp Leu Asp Gin Pro Glu Asp Ala Gly Ser Glu 
30 35 40 

gat gag ctg gag gag ggg ggt cag tta aat gaa age atg gac cat ggg 198 
Asp Glu Leu Glu Glu Gly Gly Gin Leu Asn Glu Ser Met Asp His Gly 
45 50 55 

gga gtt gga cca tat gaa ctt ggc atg gaa cat tgt gag aaa ttt gaa 24 6 
Gly Val Gly Pro Tyr Glu Leu Gly Met Glu His Cys Glu Lys Phe Glu 
60 65 70 

ate tea gaa act agt gtg aac aga ggg cca gaa aaa ate aga cca gaa 2 94 
lie Ser Glu Thr Ser Val Asn Arg Gly Pro Glu Lys lie Arg Pro Glu 
75 80 85 

tgt ttt gag eta ctt egg gta ctt ggt aaa ggg ggc tat gga aag gtt 342 
Cys Phe Glu Leu Leu Arg Val Leu Gly Lys Gly Gly Tyr Gly Lys Val 
90 95 100 105 

ttt caa gta cga aaa gta aca gga gca aat act ggg aaa ata ttt gec 3 90 
Phe Gin Val Arg Lys Val Thr Gly Ala Asn Thr Gly Lys lie Phe Ala 
110 115 120 

atg aag gtg ctt aaa aag gca atg ata gta aga aat get aaa gat aca 438 
Met Lys Val Leu Lys Lys Ala Met lie Val Arg Asn Ala Lys Asp Thr 
125 130 135 

get cat aca aaa gca gaa egg aat att ctg gag gaa gta aag cat ccc 4 86 
Ala His Thr Lys Ala Glu Arg Asn lie Leu Glu Glu Val Lys His Pro 
140 145 150 

ttc ate gtg gat tta att tat gee ttt cag act ggt gga aaa etc tac 534 
Phe lie Val Asp Leu lie Tyr Ala Phe Gin Thr Gly Gly Lys Leu Tyr 
155 160 165 

etc ate ctt gag tat etc agt gga gga gaa eta ttt atg cag tta gaa 5 82 
Leu lie Leu Glu Tyr Leu Ser Gly Gly Glu Leu Phe Met Gin Leu Glu 
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170 175 180 185 

aga gag gga ata ttt atg gaa gac act gcc tgc ttt tac ttg gca gaa 63 0 

Arg Glu Gly lie Phe Met Glu Asp Thr Ala Cys Phe Tyr Leu Ala Glu 
190 195 200 

ate tec atg get ttg ggg cat tta cat caa aag ggg ate ate tac aga 67 8 

lie Ser Met Ala Leu Gly His Leu His Gin Lys Gly lie lie Tyr Arg 
205 210 215 

gac ctg aag ccg gag aat ate atg ctt aat cac caa ggt cat gtg aaa 72 6 

Asp Leu Lys Pro Glu Asn lie Met Leu Asn His Gin Gly His Val Lys 
220 225 230 

eta aca gac ttt gga eta tgc aaa gaa tct att cat gat gga aca gtc 774 

Leu Thr Asp Phe Gly Leu Cys Lys Glu Ser lie His Asp Gly Thr Val 

235 240 245 

aca cac aca ttt tgt gga aca ata gaa tac atg gcc cct gaa ate ttg 822 

Thr His Thr Phe Cys Gly Thr lie Glu Tyr Met Ala Pro Glu lie Leu 

250 255 260 265 

: J3 atg aga agt ggc cac aat cgt get gtg gat tgg tgg agt ttg gga gca 87 0 

SJ Met Arg Ser Gly His Asn Arg Ala Val Asp Trp Trp Ser Leu Gly Ala 

01 270 275 280 

fU tta atg tat gac atg ctg act gga gca ccc cca ttc act ggg gag aat 918 

\f% Leu Met Tyr Asp Met Leu Thr Gly Ala Pro Pro Phe Thr Gly Glu Asn 

m 285 290 295 

aga aag aaa aca att gac aaa ate etc aaa tgt aaa etc aat ttg cct 966 

7?= Arg Lys Lys Thr lie Asp Lys lie Leu Lys Cys Lys Leu Asn Leu Pro 

~J 300 305 310 

"ff ccc tac etc aca caa gaa gcc aga gat ctg ctt aaa aag ctg ctg aaa 1014 

H Pro Tyr Leu Thr Gin Glu Ala Arg Asp Leu Leu Lys Lys Leu Leu Lys 

H 8 315 320 325 

aga aat get get tct cgt ctg gga get ggt cct ggg gac get gga gaa 10 62 

Arg Asn Ala Ala Ser Arg Leu Gly Ala Gly Pro Gly Asp Ala Gly Glu 

330 335 340 345 

gtt caa get cat cca ttc ttt aga cac att aac tgg gaa gaa ctt ctg 1110 

Val Gin Ala His Pro Phe Phe Arg His lie Asn Trp Glu Glu Leu Leu 
350 355 360 

get cga aag gtg gag ccc ccc ttt aaa cct ctg ttg caa tct gaa gag 1158 

Ala Arg Lys Val Glu Pro Pro Phe Lys Pro Leu Leu Gin Ser Glu Glu 
365 370 375 

gat gta agt cag ttt gat tec aag ttt aca cgt cag aca cct gtc gac 12 06 

Asp Val Ser Gin Phe Asp Ser Lys Phe Thr Arg Gin Thr Pro Val Asp 
380 385 390 

age cca gat gac tea act etc agt gaa agt gcc aat cag gtc ttt ctg 1254 

Ser Pro Asp Asp Ser Thr Leu Ser Glu Ser Ala Asn Gin Val Phe Leu 



395 400 405 

ggt ttt aca tat gtg get cca tct gta ctt gaa agt gtg aaa gaa aag 13 02 
Gly Phe Thr Tyr Val Ala Pro Ser Val Leu Glu Ser Val Lys Glu Lys 
410 415 420 425 

ttt tec ttt gaa cca aaa ate cga tea cct cga aga ttt att ggc age 13 50 
Phe Ser Phe Glu Pro Lys lie Arg Ser Pro Arg Arg Phe lie Gly Ser 
430 435 440 

cca cga aca cct gtc age cca gtc aaa ttt tct cct ggg gat ttc tgg 1398 
Pro Arg Thr Pro Val Ser Pro Val Lys Phe Ser Pro Gly Asp Phe Trp 
445 450 455 

gga aga ggt get teg gee age aca gca aat cct cag aca cct gtg gaa 1446 
Gly Arg Gly Ala Ser Ala Ser Thr Ala Asn Pro Gin Thr Pro Val Glu 
460 465 470 

tac cca atg gaa aca agt ggc at a gag cag atg gat gtg aca atg agt 14 94 
Tyr Pro Met Glu Thr Ser Gly lie Glu Gin Met Asp Val Thr Met Ser 
475 480 485 

ggg gaa gca teg gca cca ctt cca ata cga cag ccg aac tct ggg cca 1542 
Gly Glu Ala Ser Ala Pro Leu Pro lie Arg Gin Pro Asn Ser Gly Pro 
490 495 500 505 

tac aaa aaa caa get ttt ccc atg ate tec aaa egg cca gag cac ctg 1590 
Tyr Lys Lys Gin Ala Phe Pro Met lie Ser Lys Arg Pro Glu His Leu 
510 515 520 

cgt atg aat eta tgacagagca atgcttttaa tgaatttaag gcaaaaaggt 1642 
Arg Met Asn Leu 
525 

ggagagggag atgtgtgagc atectgeaag gtgaaacaag actcaaaatg acagtttcag 17 02 
agagtcaatg tcattacata gaacacttcg gacacaggaa aaataaacgt ggattttaaa 1762 
aaatcaatca atggtgcaaa aaaaaactta aagcaaaata gtattgctga actcttaggc 1822 
acatcaatta attgattcct cgcgacatct ttctcaacct tatcaaggat tttcatgttg 1882 
atgactcgaa actgacagta ttaagggtag gatgttgctc tgaatcactg tgagtctgat 194 2 
gtgtgaagaa gggtatcctt tcattaggca agtacaaatt gectataata ettgeaacta 2 002 
aggacaaatt ageatgeaag cttggtcaaa cttttcccag gcaaaatggg aaggcaaaga 2 0 62 
caaaagaaac ttaccaattg atgttttacg tgcaaacaac ctgaatcttt tttttatata 2122 
aatatatatt tttcaaatag atttttgatt cagctcatta tgaaaaacat cccaaacttt 2182 
aaaatgcgaa attattggtt ggtgtgaaga aagecagaca acttctgttt cttctcttgg 2242 
tgaaataata aaatgcaaat gaatcattgt taacacagct gtggctcgtt tgagggattg 2 3 02 
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gggtggacct ggggtttatt ttcagtaacc cagctgcgga gcct 2346 



<210> 4 
<211> 525 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> p70 (alpha) S6 Kinase protein 
<400> 4 

Met Arg Arg Arg Arg Arg Arg Asp Gly Phe Tyr Pro Ala Pro Asp Phe 
1 5 10 15 

Arg Asp Arg Glu Ala Glu Asp Met Ala Gly Val Phe Asp lie Asp Leu 
20 25 30 

Asp Gin Pro Glu Asp Ala Gly Ser Glu Asp Glu Leu Glu Glu Gly Gly 
35 40 45 

Gin Leu Asn Glu Ser Met Asp His Gly Gly Val Gly Pro Tyr Glu Leu 
50 55 60 

Gly Met Glu His Cys Glu Lys Phe Glu lie Ser Glu Thr Ser Val Asn 
65 70 75 80 

Arg Gly Pro Glu Lys lie Arg Pro Glu Cys Phe Glu Leu Leu Arg Val 
85 90 95 

Leu Gly Lys Gly Gly Tyr Gly Lys Val Phe Gin Val Arg Lys Val Thr 
100 105 110 

Gly Ala Asn Thr Gly Lys lie Phe Ala Met Lys Val Leu Lys Lys Ala 
115 120 125 

Met lie Val Arg Asn Ala Lys Asp Thr Ala His Thr Lys Ala Glu Arg 
130 135 140 

Asn lie Leu Glu Glu Val Lys His Pro Phe lie Val Asp Leu lie Tyr 
145 150 155 160 

Ala Phe Gin Thr Gly Gly Lys Leu Tyr Leu lie Leu Glu Tyr Leu Ser 
165 170 175 

Gly Gly Glu Leu Phe Met Gin Leu Glu Arg Glu Gly lie Phe Met Glu 
180 185 190 

Asp Thr Ala Cys Phe Tyr Leu Ala Glu lie Ser Met Ala Leu Gly His 
195 200 205 

Leu His Gin Lys Gly lie lie Tyr Arg Asp Leu Lys Pro Glu Asn lie 
210 215 220 

Met Leu Asn His Gin Gly His Val Lys Leu Thr Asp Phe Gly Leu Cys 
225 230 235 240 
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Lys Glu Ser lie His Asp Gly Thr Val Thr His Thr Phe Cys Gly Thr 
245 250 255 

lie Glu Tyr Met Ala Pro Glu lie Leu Met Arg Ser Gly His Asn Arg 
260 265 270 

Ala Val Asp Trp Trp Ser Leu Gly Ala Leu Met Tyr Asp Met Leu Thr 
275 280 285 

Gly Ala Pro Pro Phe Thr Gly Glu Asn Arg Lys Lys Thr lie Asp Lys 
290 295 300 

lie Leu Lys Cys Lys Leu Asn Leu Pro Pro Tyr Leu Thr Gin Glu Ala 
305 310 315 320 

Arg Asp Leu Leu Lys Lys Leu Leu Lys Arg Asn Ala Ala Ser Arg Leu 
325 330 335 

Gly Ala Gly Pro Gly Asp Ala Gly Glu Val Gin Ala His Pro Phe Phe 
340 345 350 

Arg His lie Asn Trp Glu Glu Leu Leu Ala Arg Lys Val Glu Pro, Pro 
355 360 365 

Phe Lys Pro Leu Leu Gin Ser Glu Glu Asp Val Ser Gin Phe Asp Ser 
370 375 380 

Lys Phe Thr Arg Gin Thr Pro Val Asp Ser Pro Asp Asp Ser Thr Leu 
385 390 395 400 

Ser Glu Ser Ala Asn Gin Val Phe Leu Gly Phe Thr Tyr Val Ala Pro 
405 410 415 

Ser Val Leu Glu Ser Val Lys Glu Lys Phe Ser Phe Glu Pro Lys lie 
420 425 430 

Arg Ser Pro Arg Arg Phe lie Gly Ser Pro Arg Thr Pro Val Ser Pro 
435 440 445 

Val Lys Phe Ser Pro Gly Asp Phe Trp Gly Arg Gly Ala Ser Ala Ser 
450 455 460 

Thr Ala Asn Pro Gin Thr Pro Val Glu Tyr Pro Met Glu Thr Ser Gly 
465 470 475 480 

lie Glu Gin Met Asp Val Thr Met Ser Gly Glu Ala Ser Ala Pro Leu 
485 490 495 

Pro lie Arg Gin Pro Asn Ser Gly Pro Tyr Lys Lys Gin Ala Phe Pro 
500 505 510 

Met lie Ser Lys Arg Pro Glu His Leu Arg Met Asn Leu 
515 520 525 
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<210> 5 
<211> 31 
<212> PRT 

< 2 1 3 > Homo s ap i ens 
<220> 

<223> Sequence derived from C- terminus of ribosomal S6 
protein 

<400> 5 

Lys Glu Ala Lys Glu Lys Arg Gin Glu Gin lie Ala Arg Arg Arg Leu 
15 10 15 

Ser Ser Leu Arg Ala Ser Thr Ser Lys Ser Glu Ser Ser Gin Lys 
20 25 30 




<210> 6 

<211> 19 

<212> PRT 

<213> Homo sapiens 
<220> 

<223> Sequence derived from C- terminus of ribosomal S6 
protein 



L"= <400> 6 



Arg Arg Arg Leu Ser Ser Leu Arg Ala Ser Thr Ser Lys Ser Glu Ser 
15 10 15 

Ser Gin Lys 



<210> 7 
<211> 10 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 

protease target substrate for p70 (alpha) S6 Kinase 
isoforms 

<400> 7 

Lys Lys Arg Asn Arg Thr Leu Ser Val Ala 
1 5 10 



<210> 8 
<211> 18 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 

protease target substrate for p70 (beta) S6 Kinase 
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isof orms 
<400> 8 

Arg Arg Leu Ser Ser Leu Arg Ala Ser Thr Ser Lys Ser Glu Ser Ser 
15 10 15 

* Gin Lys 
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